Mild traumatic brain injuries (mTBIs) are one of the most prevalent neurological disorders, and humans are severely limited in their ability to repair and regenerate central nervous system (CNS) tissue postinjury. However, zebrafish (Danio rerio) maintain the remarkable ability to undergo complete and functional neuroregeneration as an adult. We wish to extend knowledge of the known mechanisms of neuroregeneration by analyzing the differentially expressed genes (DEGs) in a novel adult zebrafish model of mTBI. In this study, a rodent weight drop
Introduction
Traumatic brain injuries (TBIs) are a leading health concern in the United States, contributing to 30% of all reported injury-related deaths. In 2010, there were ϳ2.5 million reported cases of TBI in the United States, either from an isolated injury or concurrent with other trauma (Taylor et al., 2017) . These numbers are assumed to be grossly underestimated, as many injuries are likely not being reported and/or individuals are not seeking care (Corrigan et al., 2010 ). An increasing amount of investigation has focused on the occurrence, pathophysiology of initial and secondary injuries, and recovery process of TBIs (Boyle et al., 2014; Taylor et al., 2017) . As a result, TBIs are now being treated more as a disease than as a traumatic event (Masel and DeWitt, 2010) , including mild TBI (mTBI), more commonly known as a concussion. Initial symptoms of a mTBI may include loss of consciousness, amnesia, headaches, and nausea (Len and Neary, 2011) , but in 30% of cases, persistent effects manifest into post-concussive syndrome (PCS; Lewine et al., 2007) . Symptoms such as cognitive and memory impairments (Vanderploeg et al., 2005) , as well as motor deficiencies (De Beaumont et al., 2007) , can be long term. Pathologically, injuries can be either primary or secondary. Primary injuries occur at the time of the trauma and can include fracture, as well as an increase in pressure and bleeding. Secondary injuries occur after the traumatic event and may involve disruption in system function at the molecular and cellular level. This may be in the form of problems with neurotransmitter release and reuptake, scarring from astrocytes at the site of injury, inflammation, and necrosis and apoptosis of neuronal and glial cells (Mckee and Daneshvar, 2015) .
Adult mammals have limited neuroregenerative capabilities after an injury to the central nervous system (CNS; Lieschke and Currie, 2007) . Interestingly, zebrafish (Danio rerio) maintain the remarkable ability to regenerate and repair neural tissue throughout adulthood (März et al., 2011; Kishimoto et al., 2012; Skaggs et al., 2014) . While some important mechanisms of zebrafish neuroregeneration have been identified (Kishimoto et al., 2012; Kyritsis et al., 2012) , no one has examined the entire transcriptome of the adult zebrafish during neuroregeneration.
Current zebrafish TBI studies use stab or lesion models to induce injury (Kroehne et al., 2011; Kishimoto et al., 2012; Kyritsis et al., 2012; Skaggs et al., 2014) . Although these models are novel for the analysis of focal injuries in the zebrafish brain, they could be considered moderate or severe models of TBI, as they both involve penetration from the epidermal layer through the blood-brain barrier (Saatman et al., 2008) . Here, we adapted a novel mTBI model for zebrafish by applying modifications to an accepted rodent weight drop apparatus (Mychasiuk et al., 2014) . Our model inflicts a nonpenetrating, diffuse mTBI injury that allows for the study of the entire zebrafish brain transcriptome during neuroregeneration.
The purpose of this study was twofold: first, to develop a model of mTBI using adult zebrafish; and second, to elucidate the genetic pathways of the adult zebrafish during the peak injury response and the peak of neuroregeneration. To do so, we examined differential gene expression in adult zebrafish at 3 days postinjury (dpi), which corresponded to the peak injury response and a significant deficit in spatial memory, and 21 dpi, the estimated peak neuroregeneration response, in comparison to sham controls that did not receive an mTBI. We then collected data using RNA-sequencing (RNA-seq) followed by transcriptome analysis. Each time point was compared to sham controls to identify differentially expressed genes (DEGs) and affected gene ontology (GO) clusters in biological processes, cellular components, and molecular functions.
MATERIALS AND METHODS

Animals
All animals used were commercially acquired adult zebrafish (Danio rerio), homozygous with lof dt2 , a long-fin mutation. The fish were maintained in accordance with standard protocol on a 14-h/10-h light/dark schedule at 28.5°C, and all procedures were approved and conducted within the W.M. Keck Science Department Institutional Animal Care and Use Committee, approval number 16-832. For the RNA-seq analysis, a total of 30 fish were used and divided into three main groups: control (n ϭ 10), 3 dpi (n ϭ 10), and 21 dpi (n ϭ 10). Each main group was then divided into two subgroups (n ϭ 5) for pooled samples for RNA-seq analysis. We used 15 males and 15 females equally divided between each time point. The fish were evaluated at varying intervals of the recovery process at 3 and 21 dpi. At each interval, the fish were killed in accordance with recommended procedures of prolonged exposure to tricaine, so as not to cause unnecessary harm to the fish (Collymore et al., 2014) .
Weight drop model
As previously mentioned, current TBI models for zebrafish administer only moderate or severe TBIs. Our novel mTBI model is a weight drop model adapted from an existing rodent mTBI model (Mychasiuk et al., 2014) . The apparatus consists of a 36-inch laboratory support stand as the base, with a three-prong adjustable clamp that holds a 10-cm plastic tube with an outer diameter of 12.7 mm (0.5 inches) and an inner diameter of 4.76 mm (0.187 inches) from ePlastics. An Aquaneering M3 ZT280 2.8 L tank was filled with system water and placed on the support stand base beneath the tube. A foam block was set on top of the medium recovery tank to act as a cradle for the fish, and the tube was positioned to be ϳ1 cm above the cranium of the fish. The foam, black polyethylene foam with 1.7-pound density, was cut to 15 ϫ 7 ϫ 1.9 cm, and then a Dremel hand-held rotary tool with a 0.75-inch steel brush was used to define the tracks 11 cm apart from each other and 0.5 cm deep (Fig. 1) . The groove that stabilizes the fish during the procedure was bored using the same steel brush attachment to grind the foam, forming a 0.75-cm wide and 0.5-cm deep groove across the surface of the foam.
Fish were anesthetized in 0.02% tricaine-S (MS-222) solution, made from a 5-mL aliquot in 95 mL system water. With a large number of animals, two 150-ml beakers were used to speed the process, allowing for alternating times staggered at 60 s. Sufficient anesthesia was determined with negative motor response to a tail pinch with forceps and positive gill fluctuation. The fish were then quickly removed from the MS-222 solution and placed in the foam cradle beneath the plastic tube with its dorsal side erect, ventral side to the foam, and anterior end hanging just over the edge of the foam so that the gills were in line with the edge of the foam block. The superior side of the head was aligned below the tube by looking through the tube and ensuring a weight would strike the cranium. A single 4.5-mm steel BB, with a mass of 0.33 g and weight of 0.0032 N, was dropped, reaching a maximum speed of 1.5 m/s in 0.073 s, and striking the cranium with a maximum impact energy of 35 mJ. The fish were then quickly placed into the fish water below the foam. This process was repeated for all fish in the mTBI groups. For the control group, the fish were anesthetized with the same solution as the mTBI groups. The control fish were then placed on the foam cradle for approximately the same time the mTBI fish were placed on the foam cradle, 10 s, then placed in the recovery tank. Once recovered, the fish were placed in tanks marked as control, 3 dpi, or 21 dpi.
Behavioral testing
To test brain function via behavior between control and mTBI zebrafish, a memory and swimming test apparatus was adapted and modified from the aquatic threechamber arena used in an experiment to characterize and compare behavior indicative of spatial memory in zebrafish (Norton and Bally-Cuif, 2010; Barba-Escobedo and Gould, 2012; . For our experimentation, this three-chambered arena took the form of a Plexiglas T-maze. The middle arm served as a runway, and the two side arms were partitioned off from the runway by a transparent Plexiglas door. Fish were acclimated to the T-maze for 8 d before mTBI induction. On that day (day -8), all experimental zebrafish (n ϭ 12) explored for 15 min, followed by half of the fish per session (n ϭ 6) on day -7, and finally individual exploration (n ϭ 1) for day -6. After acclimation to the tank, zebrafish (n ϭ 12) underwent spatial memory training sessions once per day over 5 d (days -5 to -1). Because of the zebrafish preference for shoaling, free swimming, separately housed zebrafish (n ϭ 5) were placed in the two side arms of the maze to serve as a shoaling reward at the end of the runway. In each training session, individual fish were placed at the beginning of the middle arm, or the runway, of the T-maze and allowed to swim freely until reaching the transparent Plexiglas partition at the end of the runway that separated the subject from the shoaling fish in the two side arms. This was done to train experimental zebrafish spatial memory regarding the location of the shoaling fish. Time to reach the transparent partition, or shoaling time, was videorecorded for each training session. The day after the final training, on day 0 of the experiment, the fish were randomly placed into 2 groups (n ϭ 6), and 1 group received an mTBI. After a 1 h recovery time, time to shoal spatial memory tests were conducted on each fish in its respective group. This test was repeated daily for 3 additional dpi. In this test, all variables were identical to training except for the removal of shoaling fish from the maze. The videos were then analyzed via a blind researcher who recorded the duration in seconds of time to shoal. This behavioral test was replicated a second time (n ϭ 6) to ensure validity. Repeated-measures ANOVA was used to determine significance between groups and between days and the interaction effect between both groups and days. A Tukey multiple comparisons post hoc test was then performed if significance was found from the initial repeated-measures ANOVA (Prism 6, GraphPad Software).
RNA sample preparation
After mTBI, the zebrafish (n ϭ 10) had a 93.3% survival rate. The remaining fish were killed, and the brain tissue was placed in RNAlater. RNA was isolated and purified from the brain tissue samples with the RNAeasy Minikit by Qiagen according to the manufacturer's instructions. The purified RNA was pooled into two samples for each of the three groups and sequenced as unpaired, single-ended strands by GeneWiz.
Differential gene expression analysis
RNA-sequencing FASTQ files were uploaded to Galaxy (usegalaxy.org) , an open-source data analysis website equipped with bioinformatic packages and tools (Afgan et al., 2016) . The sequencing files were trimmed according to a quality score Ն20 using the FASTQ Quality Trimmer, and the 6-nucleotide-long Illumina indices were trimmed off the 5= ends of the RNA using Trim Galore!. Using Tophat, the trimmed sequences were mapped to the Genome Reference Consortium Zebrafish Build 10 (GrCz10/DanRer10) assembly of the zebrafish genome (released September 2014). The number of reads mapped to each gene feature of the reference genome was counted with Htseq-count, and differences in counts between control and mTBI groups were determined with DESeq2 (Love et al., 2014), a negative binomial distribution model. Significant DEGs were identified according to a 0.05 p-value corrected for a false discovery rate (FDR) for multiple testing. Statistical analysis was performed in Prism.
Gene ontology
The Ensembl identification (uswest.ensembl.org) for each gene was determined using the Ensembl genome browser (Yates et al., 2016) . The Ensembl identifiers were input into GOrilla (cbl-gorilla.cs.technion.ac.il; a customizable web source that integrates biological datasets), which grouped the significant DEGs according to three umbrella categories of cellular function: biological processes, cellular components, and molecular function (Eden et al., 2009 ).
Quantitative RT-PCR
cDNA was synthesized from total RNA from three pooled fish per time point using cDNA RT Kit 4368814 (Thermo Fisher Scientific), and quantitative PCR was performed using SYBR green master mix (Life Technologies) in an ABI PRISM 7900HT (Life Technologies) instrument using the following primers: Apoeb-F, 5=-GCAGATGAC Spatial memory testing was conducted 1 h after injury on the day of mTBI induction (day 0) as well as once per day for 3 d after the administration of mTBI and sham injuries. Average time to shoal measured in seconds for mTBI and control zebrafish found a statically significant difference between mTBI and sham controls, although no significant effect was found between days or among the interaction effect, p ϭ 0.034, F(1,5) ϭ 8.324. Tukey's multiple comparison post hoc test confirmed that days 0, 1, and 3 dpi were significantly different between groups (A). n ϭ 6 per group. ‫ء‬Significant difference between mTBI and control groups on that specific day by Tukey multiple comparison post hoc analysis (p Ͻ 0.05). GTGAAGAACCG-3=; Aboeb-R, 5=-GTTGCTACGGTGTTG CGGAT-3=, Loxl2b-F, 5=-AAGCAGGGATTTACACTTCGGA-3=, Loxl2b-R, 5=-AGCCAGCATAATGACAGAGGC-3=, Notch1b-F, 5=-GTAGATGCAGCGATGGTGTTG-3=, Notch1b-R, 5=-AGC CGTCTCGTAACTTCCTTC-3=. ⌬Ct was calculated using Elongation factor 1-␣ (EF1␣) as a reference gene, using the following primers: EF1a-F, 5=-CAGCTGATCGTTGGA GTCAA-3=, and EF1a-R, 5=-TGTATGCGCTGACTTCC TTG-3=. Relative expression levels were determined using the ⌬⌬Ct method (Livak and Schmittgen, 2001 ), normalized to age-matched controls that did not receive mild traumatic brain injury.
Results
Mild traumatic brain injury model
Modification of an existing rodent weight drop model was necessary to create a suitable fish model for mTBI (Fig. 1; Mychasiuk et al., 2014) . The mTBI weight drop model for adult zebrafish establishes a protocol for consistent application of a head injury that represents a blow or a strike. Observations are that the procedure leaves little epidermal damage, with a minor number of cases presenting a small indentation from the ball bearing at the strike location. This procedure is modestly rapid from the time the fish is placed in the anesthesia, until the time it is placed in the recovery tank.
Behavioral analysis
To validate our mTBI model, we performed a spatial memory behavioral test. This test measured the time it took fish to remember the location of a school of fish they had previously swam with. Previous studies have shown that zebrafish prefer swimming in groups, also known as shoaling, to avoid predation and improve foraging in the wild (Miller and Gerlai, 2012) . This test specifically measured the animal's spatial memory with regard to time to shoal (Barba-Escobedo and Gould, 2012; Miller and Gerlai, 2012; . Results from this test confirmed that mTBI fish took significantly longer to locate the correct spatial location of shoaling than sham controls on the day of mTBI induction as well as 1 and 3 dpi. Interestingly, the mTBI group demonstrated a clear improvement over in time to shoal over the 0 -3 dpi, though this trend was not statistically significant. While the largest difference in both behavioral tests occurred between groups at day 0, the day of mTBI induction, clear differences between groups were still discernable at 3 dpi (Table 1) .
RNA analysis
To assess changes in gene expression in the brain following mTBI, control, 3-dpi, and 21-dpi animals were killed and had their brains prepared for RNA-seq analysis. The RNA samples were sequenced by next-generation sequencing, which, on average, generated more than 27 million reads per sample (Table 2) . Filtered and trimmed reads were then mapped to the zebrafish DanRer10 reference genome with an average mapping rate of 91.5%. Exon features of mapped reads from a non-strandspecific assay for 3 and 21 dpi were counted with Htseqcount in union mode and compared to control read counts using DESeq2 with a parametric fit type. The significant DEGs were identified according to an FDRcorrected p-value of 0.05, resulting in 150 DEGs at 3 dpi and 400 DEGs at 21 dpi ( Fig. 2A ; Tables 5, 6 , and 7). At 3 dpi, 43% of DEGs were up-regulated, in comparison to 57% of DEGs at 21 dpi (Fig. 2B) . The log-2 fold change range for DEGs at 21 dpi was nearly 5.5, which was twice the log-2 fold change range observed at 3 dpi (Fig. 2C) .
The DEGs were then sorted according to their respective GO categories at an FDR-corrected 95% confidence interval for a total of 46 and 50 GO terms at 3 and 21 dpi, respectively ( Fig. 2A) . At 3 dpi, 60% of the GO categories were enriched within biological processes, 40% within molecular function, and none within cellular components (Table 3) . At 21 dpi, there were GO clusters associated with each category with 50% in biological processes, 20% in molecular function, and 30% in cellular components. Between 3 and 21 dpi, 11% of the biological processes GO categories and 7% of the molecular function GO categories were shared. At 3 dpi, GO clusters mainly encapsulated chemical and hormonal signaling pathways, including the cyclic adenosine monophosphate (cAMP) and mitogen-activated protein (MAP) kinase pathways (Table 3 ). In addition, more than 30% of the GO categories related to phosphate-containing compounds, dephosphorylation, and phosphatase activity. Two notable GO clusters include regulation of cell death and negative regulation of biological processes, which exhibited an average log-2 fold change of 0.36 across 10 genes and 0.20 across 20 genes, respectively (Fig. 3) . Specific to the regulation of cell death GO category, death effector domain (dedd1) promotes apoptosis (Lee et al., 2000) and inhibits proliferation (Arai et al., 2007) . The regulation of dedd1 was significant at 3 dpi (p ϭ 0.0207; Fig. 4) , where it was up-regulated 35% more than the average regulation of DEGs comprising regulation of cell death (Fig. 3A) . Between the two GO clusters, 6 DEGs were shared, including dual-specificity phosphatase 6, dusp6, which promotes p53-mediated cell death (Piya et al., 2012) , and was significantly upregulated at 3 dpi (p ϭ 0.0239, Fig. 4) . Additionally, junba and junbb, two orthologs of the mammalian Junb gene found to be required for tissue regeneration in zebrafish (Ishida et al., 2010) , were significantly upregulated at both 3 dpi (p ϭ 0.0008 and p Ͻ 0.0001) and 21 dpi (p Ͻ 0.0001; Fig. 4) .
In comparison to the enriched GO clusters at 3 dpi, which largely comprised negatively regulated pathways, GO clusters at 21 dpi were characterized by positively regulated pathways involved in neural repair, neuroregeneration, and development. Specifically, 24% of the biological processes GO categories at 21 dpi were developmental, and 16% involved regeneration. An additional 20% of the molecular function and 27% of the cellular component GO categories involved ATP pathways (Table 4) . Four GO clusters encompassing neural repair and neuroregeneration DEGs at 21 dpi were neuroregeneration, neuron progenitor regeneration, regulation of cell motility, and positive regulation of cellular differentiation (Fig. 5) . Within regeneration, nearly 79% of the DEGs were significantly up-regulated, with an average log-2 fold change of 0.57. Required for neurogenesis in both mammals (Wang et al., 2009 ) and zebrafish (Kishimoto et al., 2012) , notch1b was significantly up- regulated at 3 dpi (p ϭ 0.026) and 21 dpi (p Ͻ 0.0001, Fig.  6A ). In contrast to the regeneration GO cluster, only 30% of the DEGs within neuron progenitor regeneration were up-regulated (Fig. 5B) . Categorized into both the regeneration and neuron progenitor regeneration GO clusters, a gene involved in amyloid beta clearance, apoeb (Castellano et al., 2011) , was significantly up-regulated at 21 dpi (p Ͻ 0.0001; Fig. 6A,B) . Radial glial cells (RGCs), which function as neuronal progenitor cells (NPCs), and facilitate neuronal transport, are significant to zebrafish neuroregeneration and neural repair (Kishimoto et al., 2012; Than-Trong and Bally-Cuif, 2015) . In contrast to humans, zebrafish neuroregeneration is not inhibited by the formation of a glial scar due, in part, to the gene, ctgfa, which stimulates glial bridging (Mokalled et al., 2016) . Categorized in the developmental process GO category, ctgfa was significantly up-regulated at 21 dpi (p Ͻ 0.0001; Fig. 6A ). RGC marker cxcl12a was also significantly up-regulated at 21 dpi (p ϭ 0.0095; Fig. 6A ). In addition to regeneration, cxcl12a was categorized into regulation of cell motility and positive regulation of cellular differentiation GO clusters, wherein 100% and 91% of DEGs were up-regulated, respectively (Fig. 5) . Within positive regulation of cellular differentiation, lysyl oxidase-like 2 genes, loxl2a and loxl2b, were also upregulated at 21 dpi (p Ͻ 0.0001; Fig. 6A,B) . The loxl2 genes are significant for neuronal repair, as loss of the loxl2 genes has been shown to impair neural differentiation (Iturbide et al., 2015) . Of the DEGs involved in neuroregeneration, half were selected for qPCR validation (Fig. 6B) . Both RNAseq and qPCR analysis revealed a similar increase in the upregulation of apoeb, loxl2b, and notch1b from 3 to 21 dpi.
Discussion
With the high prevalence of mTBIs characterized by both short-and long-term cognitive effects, it is critical to develop an efficient, yet inexpensive, mTBI model that can be replicated in any laboratory. With DEGs categorized into GO clusters indicative of a peak injury response at 3 dpi and a peak neuroregeneration response at 21 dpi, this study validates a novel adult zebrafish mTBI model that requires minimal equipment in addition to a standard zebrafish aquatic housing system. In the efficient and effective setup, only a standardized ball bearing, clamped tube apparatus, and foam block cradle are required to adequately administer consistent mTBIs. This flexible model can also be adapted to observe the effects of differing traumatic brain injuries such as multiple, less severe impacts characteristic of chronic traumatic encephalopathy (Mouzon et al., 2014; Petraglia et al., 2014) . Additionally, this novel model also has a behavioral assay that can measure spatial memory deficits in mTBI fish, an effect observed in other mTBI animal models and human patients (Lu et al., 2005; Lundin et al., 2006; Chen et al., 2012; Dawish et al., 2012; Luo et al., 2017) .
Zebrafish make an excellent disease model because zebrafish and human brains share a high degree of homology, with 70% of human genes having at least one obvious zebrafish orthologue (Howe et al., 2013) . The development of this mTBI model is especially significant, as it utilizes zebrafish, which share a strikingly similar genome to humans. This genomic similarity has important implications for the application of zebrafish neuroregeneration to the human brain. Additionally, the remarkable similarity, especially in the disease genome, between humans and zebrafish provides scientists with substantial research potential and promising pharmaceutical benefits (Lieschke and Currie, 2007) . In accordance with the timelines observed in previous studies (Kishimoto et al., 2012; Kyritsis et al., 2012) as well as our previous data (not shown), GO categories in cell death and injury were expected at 3 dpi, while neuroregeneration and neural repair were expected at 21 dpi according to the novel zebrafish mTBI model. Specifically, response to cAMP was a significant GO cluster at 3 dpi (Table 3) , which has been shown to promote neuronal survival (Hansen et al., 2003) . Furthermore, up-regulation of the cAMP cascade has been shown to increase cellular proliferation (Nakagawa et al., 2002) and the number of new neurons (Zhu et al., 2004) . MAP kinase tyrosine/serine/threonine phosphatase activity was also a GO category of interest at 3 dpi. Significantly, the MAP signaling pathway has been shown to induce neuritic outgrowth (Creedon et al., 1996) and is required for neuronal differentiation (Samuels et al., 2008) . Within the MAP-kinase family are Jun N-terminal kinases (JNKs) that, in addition to differentiation, regulate cell proliferation and apoptosis (Dhanasekaran and Reddy, 2008) and have been identified as necessary for zebrafish tissue regeneration (Ishida et al., 2010) . After the wound (Ishida et al., 2010) , the transcripts of which were found to be significantly upregulated at both 3 and 21 dpi (Fig. 4A) . As evidenced by the enriched regulation of cell death GO category at 3 dpi (Fig. 3A) , a primary response following mTBIs is apoptosis (Kroehne et al., 2011) . To promote apoptosis, JNKs can also phosphorylate p53 proteins (Oleinik et al., 2007) . Overexpression of p53 transactivates dusp6, which was significantly upregulated at 3 dpi (Fig. 4A) , and induces cell death through inactivation of extracellular signal-regulated kinase 1/2 (ERK1/2; Piya et al., 2012) . Apoptosis is also regulated by dedd1, a gene significantly upregulated at 3 dpi (Fig. 4A) , which induces intermediate filament degradation .
Intermediate filaments are significant for maintaining cellular structure and facilitating transport and represent a significant GO cluster at 21 dpi (Table 4) . Damaged intermediate filaments and other cellular structures are cleared by microglia or macrophages of the CNS. Markers for apoeb, for example, have been observed in microglia (Veth et al., 2011) . Significantly, apoeb was upregulated at 21 dpi (Fig. 6A,B) and has been found to be involved in the wound healing process in both heart (Lien et al., 2006) and fin regeneration (Monnot et al., 1999; Poss et al., 2000) . For regeneration, cellular differentiation is required to form new neurons that can ultimately be integrated into the site of injury. Within the positive regulation of cellular differentiation GO category enriched at 21 dpi, transcripts of the extracellular matrix proteins loxl2a and loxl2b were significantly upregulated (Fig. 6A,B) . Expressed by NPCs (Maisel et al., 2007) , the loxl2 genes regulate pluripotency of embryonic stem cells (ESCs), and facilitate proper neural differentiation (Iturbide et al., 2015) . The loxl2 genes may also interact with the Notch 1 signaling pathway (Martin et al., 2015) , which was significantly upregulated at 3 and 21 dpi as indicated by the Notch1b transcript expression. In proliferating cells of the ventricular zone (VZ), Notch 1 signaling has been shown to promote production of NPCs that can migrate toward the site of injury (Wang et al., 2009; Kishimoto et al., 2012) . Migration is critical for regeneration, as indicated by the enriched regulation of cell motility GO category at 21 dpi (Fig. 5C ). In response to cortical injury, Notch signaling has been observed in conjunction with an astrogliogenic response (Givogri et al., 2006) . In mammals, astrogliosis results in the formation of an inhibitory glial scar not observed in zebrafish. Instead, ctgfa, which was significantly upregulated at 21 dpi (Fig.  6A) , has been shown to induce glial bridging (Mokalled et al., 2016) where neuronal transport to the site of injury is ultimately facilitated by the filamentous RGCs. RGC marker cxcl12a, for example, was significantly upregulated at 21 dpi (Fig. 6A) . With migration complete, new neurons can integrate and become fully functioning, mature neurons as indicated by the enriched neuroregeneration and neuron progenitor regeneration GO clusters at 21 dpi (Fig. 5) .
Previous TBI studies in adult rodents have found changes in gene expression similar to those observed in this study. At 3 dpi, molecular activity within the MAP signaling pathway was significant (Table 3) . Similarly, the MAP kinase cascade was found to be activated after injury in an adult rat weight-drop TBI model (Lu et al., 2015) . Furthermore, postinjury quantification of newborn neurons in the hippocampus revealed increased neurogenesis after activation of the MAP signaling pathway (Lu et al., 2015) . Within the MAP kinase family are JNKs that phosphorylate Junb proteins, which were upregulated at both 3 and 21 dpi (Fig. 4A) . Increased Junb ipsilateral to the site of injury was also found after injury in a mild fluid percussion TBI model in rats (Raghupathi and McIntosh, 1996; Abrous et al., 1999) .
At 21 dpi, genes specific to regeneration were differentially expressed, as observed in previous TBI studies. For example, the zebrafish transcript, apoeb, was significantly upregulated at 21 dpi (Fig. 6A,B) . Likewise, in an adult rat study of parasagittal fluid percussion brain injury, an increase in ApoE mRNA expression was found around the cortical lesion site (Iwata et al., 2005) . At both 3 and 21 dpi, Notch1b, involved in the Notch signaling pathway, was significantly upregulated (Fig. 6A,B) . Similarly, a cortical stab wound injury model in mice found the Notch signaling pathway to be activated after injury (Givogri et al., 2006) . More recently, postinjury upregulation of Figure 5. Regeneration GO categories at 21 dpi. Log-2 fold change of DEGs within regeneration (A), neuron progenitor regeneration (B), regulation of cell motility (C), and positive regulation of cellular differentiation (D).
Notch1 mRNA was also observed in a lateral fluid percussion injury model in rats (Puhakka et al., 2017) . The glial bridge stimulating zebrafish transcript, ctgfa, which was significantly upregulated at 21 dpi (Fig. 6A) , was also the focus of a weight-drop TBI model in rats. In the rat TBI study, a significant increase in non-neuron CTGF ϩ cells was observed at and around the lesion site over time .
The results of this study are two-fold: (1) the establishment and validation of a novel adult zebrafish mTBI model, and (2) the identification of significant genes and pathways involved in zebrafish CNS injury and neuroregeneration. The introduction of this effective, yet inexpensive, zebrafish mTBI model will significantly benefit the neuroscience community by providing greater access to study of zebrafish response to injury. In the future, additional sequencing depth may provide sufficient statistical power to identify additional differentially regulated genes involved in the response to mTBI. This same model may be used to look at additional time points, either to analyze the immediate changes in gene expression closely following injury or to longitudinally follow the neurorecovery process further. Ultimately, understanding the genetic basis of zebrafish neuroregeneration will help elucidate therapeutic targets for neural repair in humans. Figure 6 . Expression of DEGs within neuroregeneration GO categories at 3 and 21 dpi. At 21 dpi, cxcl12a (p ϭ 0.0095) and loxl2b (p ϭ 0.0004) were significantly upregulated (A). The neuroregeneration DEGs apoeb, ctgfa, loxl2a, and notch1b were also significantly upregulated at 21 dpi (p Ͻ 0.0001); A). ‫ء‬ p Ͻ 0.05; ‫ءء‬ p Ͻ 0.0001. qPCR shows that apoeb, loxl2b, and notch1b were downregulated at 3dpi but expression increased at 21 dpi (B).
